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TGT 
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CAT 
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AGT 


GAC 
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TGG 


GTA 


GAT 


GAC 


ACT 
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Ser 


Phe 
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Val 


Pro 


Ty r 
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Ser 
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CAT 
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GTC 


CCT 


TAC 


TTC 
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TGG 
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Arg 


Arg 


His 


His 


Ser 
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Gly 


Ser 


Leu 


Glu 


Lys 
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TAC 


AGT 


CAT 
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CAC 


CAT 


TCC 
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AAT 


GGA 


TCT 
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GAG 


AAA 
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Val 
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Ala 


Al a 
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Val 
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CCA 


CCG 


AAG 
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GCT 
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GTC 


AAA 


TGG 


TAT 


GTT 
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Pro 


Leu 


Gly 


Arg 


He 
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Val 


Leu 


Thr 


Val 
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GTT 


CAG 


959 



l^UA^ 8/1 



: 3 



1: 



TP S 

ret ; 
3 s ; 



Phe He Leu Gly Trp Pro Leu Tyr Leu Ala Phe Asn Val 
TTT ATC CTC GGG TGG CCT TTG TAT CTA GCC TTT AAT GTA 



Pro Tyr Asp Gly Phe Ala Ser His Phe Phe 
CCT TAT GAT GGT TTC GCT TCA CAT TTC TTC 



Pro His Ala 
CCT CAT GCA 



Ser Gly Arg 

TCA GGT AGA 

Pro He Phe 

CCT ATC TTT 



Lys Asp Arg Glu Arg Leu Gin He Tyr He Ser Asp Ala Gly He Leu 

AAA GAC CGA GAA CGC CTC CAG ATA TAC ATC TCA GAT GCT GGT ATT CTA 

Ala Val Cys Tyr Gly Leu Tyr Arg Tyr Ala Ala Ser Gin Gly Leu Thr 

GCT GTC TGT TAT GGT CTT TAC CGT TAC GCT GCT TCA CAA GGA TTG ACT 

Ala Met He Cys Val Tyr Gly Val Pro Leu Leu He Val Asn Phe Phe 

GCT ATG ATC TGC GTC TAT GGA GTA CCG CTT TTG ATA GTG AAC TTT TTC 



Leu Val Leu Val Thr Phe Leu Gin 
CTT GTC TTG GTA ACT TTC TTG CAG 



His Thr 
CAC ACT 



His Pro Ser Leu Pro His 
CAT CCT TCG TTA CCT CAT 



Tyr Asp Ser Thr Glu Trp Glu Trp He Arg Gly Ala Leu Val 
TAT GAT TCA ACC GAG TGG GAA TGG ATT AGA GGA GCT TTG GTT 



Thr 
ACG 



Val 
GTA 



Asp Arg Asp Tyr Gly He Leu 
GAC AGA GAC TAT GGA ATA TTG 



Asn Lys Val 
AAC AAG GTG 



Phe His Asn He Thr Asp 
TTC CAT AAC ATA ACA GAC 



Thr His Val Ala His His Leu Phe Ala Thr 
ACA CAT GTG GCT CAT CAT CTC TTT GCA ACT 



He Pro His Tyr 
ATA CCG CAT TAT 



Asn Ala 
AAC GCA 



Met Glu Ala Thr Glu Ala He Lys Pro He Leu Gly Asp Tyr Tyr His 
ATG GAA GCT ACA GAG GCG ATA AAG CCA ATA CTT GGT GAT TAC TAC CAC 

Phe Asp Gly Thr Pro Trp Tyr Val Ala Met Tyr Arg Glu Ala Lys Glu 
TTC GAT GGA ACA CCG TGG TAT GTG GCC ATG TAT AGG GAA GCA AAG GAG 

Cys Leu Tyr Val Glu Pro Asp Thr Glu Arg Gly Lys Lys Gly Val Tyr 
TGT CTC TAT GTA GAA CCG GAT ACG GAA CGT GGG AAG AAA GGT GTC TAC 

Tyr Tyr Asn Asn Lys Leu 

TAT TAC AAC AAT AAG TTA TGA GGC TGA TAG GGC GAG AGA AGT GCA ATT 

ATC AAT CTT CAT TTC CAT GTT TTA GGT GTC TTG TTT AAG AAG CTA TGC 

TTT GTT TCA ATA ATC TCA GAG TCC ATN TAG TTG TGT TCT GGT GCA TTT 

TGC CTA GTT ATG TGG TGT CGG AAG TTA GTG TTC AAA CTG CTT CCT GCT 

GTG CTG CCC AGT GAA GAA CAA GTT TAC GTG TTT AAA ATA CTC GGA ACG 

AAT TGA CCA CAA NAT ATC CAA AAC CGG CTA TCC GAA TTC CAT ATC CGA 

AAA CCG GAT ATC CAA ATT TCC AGA GTA CTT AG 
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--VPTSSKKS 
— VSPPSKKS 
GGRGRVAKVE 
TDVP PANRKS 
EREKQEQLAR 



- ~ ^ 30 
— ETEALKRG 
— GSSHLKRA 
— ETDTTKRV 
— ETDNIKRV 
VQGKKPLSRV 
— EVDPLKRV 
ATGGAAMQRS 



~ : 40 
PCEKPPFTVK 
PHTKP PFTLG 
PCEKPPFSVG 
PCETPPFTVG 
PNTKPPFTVG 
PFEKPQFSLS 
PVEKP PFTLG 
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DLKKAI PQHC 
DLKRAIPPHC 
DLKKAI PPHC 
ELKKAIPPHC 
QLKKAIPPHC 
QIKKAIPPHC 
QIKKAIPPHC 



51 
51 
51 
51 
51 
51 
51 
51 

101 
101 
101 
101 
101 
101 
101 
101 

151 
151 
151 
151 
151 
151 
151 
151 

201 
201 
201 
201 
201 
201 
201 
201 

251 
251 
251 
251 
251 
251 
251 



60 

FKRSIPRSFS 
FERSFVRSFS 
FKRSIPRSFS 
FKRSIPRSFS 
FQRSLLTSFS 
FQRSVLRSFS 
FERSVLKSFS 



70 

YLLTD I Tl/^fe 
YVAYDVCL £ F 
YLISDII3 AS 
HLIWDII1 A3 
YWYDLSBA ? 
YWYDLT1AF 
YWHDLV: 



80 

CFYYVATNYF 
LFYS IATNFF 
CFYYVATNYF 
CFYYVATTYF 
I FY - 1 ATTYF 
CLYYVATHYF 
ALL YFALAI I 



90 

SLLPQPLSTY 
PYISSPLS-Y 
SLLPQPLS-Y 
PLLPNPLS-Y 
HLLPQPFS-L 
HLLPGPLS-F 
PALPS PLR-Y 



100 

LAWPLYWVCQ 
VAWLVYWLFQ 
LAWPLYWACQ 
FAWPLYWACQ 
IAWPIYWVLQ 
RGMAIYWAVQ 
AAWPLYWIAQ 



110 

GCVLTGIWVI 
GCILTGLWVI 
GCVLTGIWVI 
GCVLTGVWVI 
GCLLTGVWVI 
GCILTGVWVI 

G 

WVM 

160 

HHSJ^SSLEK 
HHSNI3SLER 
HHSNIGSLER 
HHSNIGSLER 
HHSNIGSLDR 
HHSNIGSLER 
HHSNIGSLER 
HHSNIGSLER 
210 

YLAFNVSGRP 
YLAFNVSGRP 
YLAFNVSGRP- 
YLAFNVSGRP 
YLAFNVSGRP 
YLALNVSGRP 
YLATNASGRP 
YLAFNVSGRP 
260 

YAASQGLTAM 
ATMAKGLAWV 
YAAAQGMASM 
YAAVQGVASM 
VATLKGLVWL 
LAMAKGLAWV 
LAAAFGW.t/V 



120 

G&IECGHHAFS 
GHECGHHAFS 
A 3ECGHHAFS 
A 3ECGHAAFS 
AHECGHHAFS 
AHECGHHAFS 

AFS 

A^IDCGHHAFS 
170 

DEVFVPPKKA 
DEVFVPKSKS 
DEVFVPKQKS 
DEVFVPR-RS 
DEVFVPKPKS 
DEVFVPKQKS 
DEVFVPKKKE 
DEVFVPKKKS 
220 

YDG-FASHFF 
YDR-FACHYD 
■YBG - FAC HFF 
YDGGFACHFH 
YDS-FASHYH 
YDR-FACHYD 
YPR-FACHFD 
YDR-FACHYD 
270 

ICVYGVPLLI 
MRIYGVPLLI 
ICLYGVPLLI 
VCFLRVPLLI 
LCVYGVPLLI 
VCVYGVPLLV 
VRVYAVPLLI 



130 

DYQWVDDTVG 
EYQLADDIVG 
DYQWLDDTVG 
DYQWLDDTVG 
KYQWVDDWG 
DYQLLDDIVG 
DYSLLDDWG 
DYQLLDDWG 
180 

AVKWYVKYL- 
KISWYSKYS- 
A I KWYGKYL - 
QTSSGTAST- 
KVAWFSKYL- 
CIKWYSKYL- 
ALPWYTPYVY 
SIRWYSKYL- 
230 

PHAPI^KDRE 

-PYGPIFSERE 
PNAPI Y MDRE 
PNAPIYMDRE 
PYAPI YSNRE 
PYGPI YSDRE 
PYGP3YMDRE 
PYGPl(^NDRE 
280 

VNFFLVLVTF 
VNCFLVMITY 
VNAFLVLITY 
VNGFLVLITY 
VNGFLVTITY 
VNGFLVLITF 
VNAWLVLITY 
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FIFHSFLLVP 
LIVHSALLVP 
LIFHSFLLVP 
LIFHSFLLVP 
LTLHSTLLVP 
LILHSALLVP 
LVLHSSLMVP 
LILHSCLLVP 
190 

NNPLGRILVL 
NNPPGRVLTL 
NNPLGRIMML 
STTFGRTVML 
NNPLGRAVSL 
NNPPGRVLTL 
NNPVGRWHI 
NNPPGRIMTI 
240 

RLQIYISDAG 
RLQIYIADLG 
RLQIYLSDAG 
RLQIYISDAG 
RLLIYVSDVA 
RLQIYISDAG 
RAQIFVSDAG 
RIEIFISDAG 
290 

LQHTHPSLPH 
LQHTHPAIPR 
LQHTHPSLPH 
LQHTHPSLPH 
LQHTHFALPH 
LQHTHPALPH 
LQHTHPSLPH 
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YFSWKYSHRR 
YFSWKYSHRR 
YFSWKYSHRR 
YFSWKYSHRR 
YFSWKISHRR 
YFSWKYSHRR 
YFSWKYSHRR 
YFSWKHSHRR 
200 

TVQF I LGWPL 
AATLLLGWPL 
TVQFVLGWPL 
TVQFTLGWPL 
LVTLTIGWPM 
AVTLTLGWPL 
WQLTLGWPL 
AVTLS LGWPL 
250 

ILAVCYGLYR 
I FATTFVLYQ 
I LAVCFGL YR 
ILAVCYGLLP 
LFSVTYSLYR 
VLAWYGLFR 
WAVAFGLYK 
VLAVTFGLYQ 
300 

YDSTEWEWIR 

YGSSEWDWLR 

YDSSEWDWLR 

YDSSEWDWLR 

YDSSEWDWLK' 

YTSSEWDWLR 

YDSSEWDWLR 
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150 
150 
150 

200 
200 
200 
200 
200 
200 
200 
200 

250 
250 
250 
250 
250 
250 
250 
250 

300 
300 
300 
300 
300 
300 
300 



RCFAD2 .Ami - 

LFFAH12 . AMI 
F*H12 . AMI 

. V D2.AMI 
BNFAD2 . AMI 
GMFAD2-1 .AMI 
GMFAD2-2 . AMI 
ZMFAD2 . AMI 
RCFAD2 .AMI 

LFFAH12 .AMI 
FAH12 .AMI 
ATFAD2 .AMI 
BNFAD2 . AMI 
GMFAD2-1 .AMI 
GMFAD2-2 .AMI 
2MFAD2 . AMI 
RCFi®2 . AMI 



a ; " 



LFFSIH12 . AMI 
FAHll!?. AMI 
ATF4g2 . AMI 
BNFAif2 . AMI 
GMFA^.2-1 .AMI 
GMFiS2-2 .AMI 
ZMFAD2 . AMI 



25 r 

301 
301 
301 
301 
301 
301 
301 
301 

351 
351 
351 
351 
351 
351 
351 
351 

401 
401 
401 
401 
401 
401 
401 



LAT AKC5LAWV 
310 

GALA? IVDRDY 
GAMV IVDRDY 
GAL MFVDRDY 
GAI ATVDRDY 
GAI ATMDRDY 
GAI ATVDRDY 
GAI AjTMDRDY 
GAlWrVDRDY 
360 

DYYHFDGTPW 
EYYRYDGTPF 
DYYQFDGTPW 
EYYQFDGTPV 
EYYQFDDTPF 
EYYRFDETPF 
DYYHFDPTPV 



VCVYGVPLLV 
320 

GILNKVFHNI 
GVLNKVFHNI 
GILNKVFHNI 
GILNQGFHNI 
GILNKVFHHI 
GILNKVFHNI 
G I LNRVFHN I 
GILNKVFHNI 
370 

YVAMYREAKE 
YKALWREAKE 
YVAMYREAKE 
VKAMWREAKE 
YKALWREARE 
VKAMWREARE 
AKATWREAGE 



VNSFLVLITF 
330 

TDTHVAHHLF 
ADTHVAHHLF 
TDTHVAHHLF 
TDTHEAHHLF 
TDTHVAHHLF 
TDTHVAHHLF 
TDTHVAHHLF 
TDTQVAHHLF 
380 

CLYVEPDTER 
CLFVEPDEGA 
C I YVEPDREG 
C I YVEPDRQG 
CLYVEPDEGT 
CIYVEPDQST 
CIYVEPE 



LQHTHPALPH 
340 

aWpHYNAME 
A rVPHYHAME 
S rMPHYNAME 
S I7MPHYHAME 
S rMPHYHAME 
S rMPHYHAME 
^TMPHYHAME 



YDS SEWDWLR 
350 

ATEAIKPILG 
ATKAIKPIMG 
ATKAIKPILG 
ATKAIKPILG 
ATNAIKPILG 
ATKAIKPILG 
ATKAIRPILG 



-TMP 

390 

GKKGVYYYNN 
PTQGVFWYRN 
DKKGVYWYNN 
EKKGVFWYNN 
SEKGVYWYRN 
ESKGVFWYNN 
DRKGVFWYNK 



K-L 
KY- 
K-L 
KL* 
KY- 
KL- 
KF* 



410 



420 



430 



440 



400 



450 



"300 

350 
350 
350 
350 
350 
350 
350 
350 

400 
40O 
400 
40O 
400 
40O 
40O 
400 

450 
450 
450 
450 
450 
450 
450 




i 



3 I~8 



3»s- 



; i : 
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